SEQUENCE LISTING 



78-OBlO amino acid sequence (SEQ ID N0:1) 

Met Ala Asp Lys Asn He Leu Tyr Gly Pro Glu Pro Phe Tyr Pro Leu 
15 10 15 

Ala Asp Gly Thr Ala Gly Glu Gin Met Phe Asp Ala Leu Ser Arg Tyr 

20 25 30 

Ala Asp He Ser Gly Cys He Ala Leu Thr Asn Ala His Thr Lys Glu 

35 40 45 

Asn Val Leu Tyr Glu Glu Phe Leu Lys Leu Ser Cys Arg Leu Ala Glu 

50 55 60 

Ser Phe Lys Lys Tyr Gly Leu Lys Gin Asn Asp Thr He Ala Val Cys 
65 70 75 80 

Ser Glu Asn Gly Leu Gin Phe Phe Leu Pro Val He Ala Ser Leu Tyr 

85 90 95 

Leu Gly He He Ala Ala Pro Val Ser Asp Lys Tyr He Glu Arg Glu 

100 105 110 

Leu He His Ser Leu Gly He Val Lys Pro Arg He He Phe Cys Ser 

115 120 125 

Lys Asn Thr Phe Gin Lys Val Leu Asn Val Lys Ser Lys Leu Lys Ser 

130 135 140 

Val Glu Thr He He He Leu Asp Leu Asn Glu Asp Leu Gly Gly Tyr 
145 150 155 160 

Gin Cys Leu Asn Asn Phe He Ser Gin Asn Ser Asp Ser Asn Leu Asp 

165 170 175 

Val Lys Lys Phe Lys Pro Tyr Ser Phe Asn Arg Asp Asp Gin Val Ala 

180 185 190 

Leu Val Met Phe Ser Ser Gly Thr Thr Gly Val Pro Lys Gly Val Met 

195 200 205 

Leu Thr His Lys Asn He Val Ala Arg Phe Ser Leu Ala Lys Asp Pro 

210 215 220 

Thr Phe Gly Asn Ala He Asn Pro Thr Thr Ala He Leu Thr Val He 
225 230 235 240 

Pro Phe His His Gly Phe Gly Met Met Thr Thr Leu Gly Tyr Phe Thr 

245 250 255 

Cys Gly Phe Arg Val Val Leu Met His Thr Phe Glu Glu Lys Leu Phe 

260 265 270 

Leu Gin Ser Leu Gin Asp Tyr Lys Val Glu Ser Thr Leu Leu Val Pro 

275 280 285 

Thr Leu Met Ala Phe Leu Ala Lys Ser Ala Leu Val Glu Lys Tyr Asp 

290 295 300 

Leu Ser His Leu Lys Glu He Ala Ser Gly Gly Ala Pro Leu Ser Lys 
305 310 315 320 

Glu He Gly Glu Met Val Lys Lys Arg Phe Lys Leu Asn Phe Val Arg 

325 330 335 

Gin Gly Tyr Gly Leu Thr Glu Thr Thr Ser Ala Val Leu He Thr Pro 

340 345 350 

Lys Gly Asp Ala Arg Pro Gly Ser Thr Gly Lys He Val Pro Phe His 

355 360 365 

Ala Val Lys Val Val Asp Pro Thr Thr Gly Lys He Leu Gly Pro Asn 

370 375 380 

Glu Pro Gly Glu Leu Tyr Phe Lys Gly Ala Met He Met Lys Gly Tyr 
385 390 395 400 

Tyr Asn Asn Glu Glu Ala Thr Lys Ala He He Asp Asn Asp Gly Trp 
405 410 415 



Leu 


Arg 


Ser 


Gly 


Asp 


He 


Ala 


Tyr 


Tyr 


Asp 


Asn Asp Gly His 


Phe 


Tyr 






420 










425 










430 






lie 


Val 


Asp 


Arg 


Leu 


Lys 


Ser 


Leu 


He 


Lys 


Tyr 


Lys 


Gly 


Tyr 


Gin 


Val 






435 










440 










445 








Ala 


Pjto 


Ala 


Glu 


He 


Glu 


Gly 


He 


Leu 


Leu 


Gin 


His 


Pro 


Tyr 


He 


Val 




450 










455 










460 










Asp 


Ala 


Gly 


Val 


Thr 


Gly 


He 


Pro 


Asp 


Glu 


Ala 


Ala 


Gly 


Glu 


Leu 


Pro 


465 








470 










475 










480 


Ala 


Ala 


Gly 


Val 


Val 


Val 


Gin 


Thr 


Gly 


Lys 


Tyr 


Leu 


Asn 


Glu 


Gin 


He 








485 










490 










495 




Val 


Gin 


Asp 


Phe 


Val 


Ser 


Ser 


Gin 


Val 


Ser 


Thr 


Ala 


Lys 


Trp 


Leu 


Arg 






500 










505 










510 






Gly 


Gly 


Val 


Lys 


Phe 


Leu 


Asp 


Glu 


He 


Pro 


Lys 


Gly 


Ser 


Thr 


Gly 


Lys 


515 










520 










525 








He 


Asp 


Arg 


Lys 


Val 


Leu Arg 


Gin 


Met 


Phe 


Glu 


Lys 


His 


Thr Asn Gly 




530 










535 










540 











90-1B5 amino acid sequence (SEQ ID NO: 2) 

Met Ala Asp Lys Asn He Leu Tyr Gly Pro Glu Pro Phe Tyr Pro Leu 

15 10 15 

Glu Asp Gly Thr Ala Gly Glu Gin Met Phe Asp Ala Leu Ser Arg Tyr 

20 25 30 

Ala Asp He Pro Gly Cys He Ala Leu Thr Asn Ala His Thr Lys Glu 

35 40 45 

Asn Val Leu Tyr Glu Glu Phe Leu Lys Leu Ser Cys Arg Leu Ala Glu 

50 55 60 

Ser Phe Lys Lys Tyr Gly Leu Lys Gin Asn Asp Thr He Ala Val Cys 
65 70 75 80 

Ser Glu Asn Gly Leu Gin Phe Phe Leu Pro Val He Ala Ser Leu Tyr 

85 90 95 

Leu Gly He He Val Ala Pro Val Asn Asp Lys Tyr He Glu Arg Glu 

100 105 110 

Leu He His Ser Leu Gly He Val Lys Pro Arg He Val Phe Cys Ser 

115 120 125 

Lys Asn Thr Phe Gin Lys Val Leu Asn Val Lys Ser Lys Leu Lys Ser 

130 135 140 

He Glu Thr He He He Leu Asp Leu Asn Glu Asp Leu Gly Gly Tyr 
145 150 155 160 

Gin Cys Leu Asn Asn Phe He Ser Gin Asn Ser Asp Ser Asn Leu Asp 

165 170 175 

Val Lys Lys Phe Lys Pro Tyr Ser Phe Asn Arg Asp Asp Gin Val Ala 

180 185 190 

Leu He Met Phe Ser Ser Gly Thr Thr Gly Leu Pro Lys Gly Val Met 

195 200 205 

Leu Thr His Lys Asn He Val Ala Arg Phe Ser Leu Ala Lys Asp Pro 

210 215 220 

Thr Phe Gly Asn Ala He Asn Pro Thr Thr Ala He Leu Thr Val He 
225 230 235 240 

Pro Phe His His Gly Phe Gly Met Met Thr Thr Leu Gly Tyr Phe Thr 

245 250 255 

Cys Gly Phe Arg Val Val Leu Met His Thr Phe Glu Glu Lys Leu Phe 

260 265 270 

Leu Gin Ser Leu Gin Asp Tyr Lys Val Glu Ser Thr Leu Leu Val Pro 

275 280 285 

Thr Leu Met Ala Phe Leu Ala Lys Ser Ala Leu Val Glu Lys Tyr Asp 
290 295 300 



Leu 


Ser 


His 


Leu 


Lys 


Glu 


He 


Ala 


Ser 


Gly 


Gly Ala 


Pro 


Leu 


Ser 


Lys 


305 










310 










315 










320 


Glu 


He 


Gly 


Glu 


Met 


Val 


Lys 


Lys 


Arg 


Phe 


Lys 


Leu 


Asn 


Phe 


Val 


Arg 








325 










330 










335 




Gin 


Gly 


Tyr 


Glv 


Leu 


Thr 


Glu 


Thr 


Thr 


Ser 


Ala 


Val 


Leu 


He 


Thr 


Pro 




340 










345 










350 






Lys 


Gly Asp 


Ala 


Lys 


Pro 


Gly 


Ser 


Thr 


Gly 


Lys 


He 


Val 


Pro 


Phe 


His 




T c; 










360 










365 








Ala 


Val 
370 


Lys 


Val 


Val 


Asp 


Pro 
375 


Thr 


Thr 


Gly 


Lys 


He 
380 


Leu 


Gly 


Pro 


Asn 


Glu 


Pro 


Gly 


Glu 


Leu 


Tyr 


Phe 


Lys 


Gly 


Pro 


Met 


He 


Met 


Lys 


Gly 


Tyr 


385 








390 










395 










400 


Tvr 


Asn 


Asn 


Glu 


Glu 


Ala 


Thr 


Lys 


Ala 


He 


He 


Asp 


Asn 


Asp 


Gly 


Trp 








405 










410 










415 




Leu 


Arg 


Ser 


Gly Asp 


He 


Ala 


Tvr 

J: 


Tyr 


Asp 


Asn Asp 


Gly 


His 


Phe 


Tyr 






420 










425 










430 






lie 


Val 


Asp 
435 


Arg 


Leu 


Lys 


Ser 


Leu 
440 


He 


Lys 


Tyr 


Lys 


Gly 
445 


Tyr 


Gin 


Val 


Ala 


Pro 
450 


Ala 


Glu 


He 


Glu 


Gly 
455 


He 


Leu 


Leu 


Gin 


His 
460 


Pro 


Tyr 


He 


Val 


Asp 


Ala 


Gly 


Val 


Thr 


Gly 


He 


Pro 


Asp 


Glu 


Ala 


Ala 


Gly 


Glu 


Leu 


Pro 


465 








470 










475 










480 


Ala 


Ala 


Gly 


Val 


Val 


Val 


Gin 


Thr 


Gly 


Lys 


Tyr 


Leu 


Asn 


Glu 


Gin 


He 








485 










490 










495 




Val 


Gin Asp 


Tyr 


Val 


Ala 


Ser 


Gin 


Val 


Ser 


Thr 


Ala 


Lys 


Trp 


Leu Arg 








500 










505 










510 






Gly 


Gly 


Val 


Lys 


Phe 


Leu 


Asp 


Glu 


He 


Pro 


Lys 


Gly 


Ser 


Thr 


Gly 


Lys 


515 










52 0 










525 








He 


Asp 
530 


Arg 


Lys 


Val 


Leu 


Arg 
535 


Gin 


Met 


Phe 


Glu 


Lys 
540 


His 


Thr 


Asn 


Gly 



133-1B2 amino acid sequence (SEQ ID NO: 3) 



Met 


Ala 


Asp 


Lys 


Asn 


He 


Leu 


Tyr 


Gly 


Pro 


Glu 


Pro 


Phe 


Tyr 


Pro 


Leu 


1 






5 










10 










15 




Glu 


Asp 


Gly 


Thr 


Ala 


Gly 


Glu 


Gin 


Met 


Phe 


Asp 


Ala 


Leu 


Ser 


Arg 


Tyr 




20 










25 










30 






Ala 


Asp 


He 


Pro 


Gly 


Cys 


He 


Ala 


Leu 


Thr 


Asn 


Ala 


His 


Thr 


Lys 


Glu 




35 










40 










45 








Asn 


Val 


Leu 


Tyr 


Glu 


Glu 


Phe 


Leu 


Lys 


Leu 


Ser 


Cys 


Arg 


Leu 


Ala 


Glu 




50 








55 










60 










Ser 


Phe 


Lys 


Lys 


Tyr 


Gly 


Leu 


Lys 


Gin 


Asn 


Asp 


Thr 


He 


Ala 


Val 


Cys 


65 










70 










75 










80 


Ser 


Glu 


Asn 


Ser 


Leu 


Gin 


Phe 


Phe 


Leu 


Pro 


Val 


He 


Ala 


Ser 


Leu 


Tyr 










85 










90 










95 




Leu 


Gly 


He 


He 


Val 


Ala 


Pro 


Val 


Asn 


Asp 


Lys 


Tyr 


He 


Glu 


Arg 


Glu 






100 










105 










110 






Leu 


He 


His 


Ser 


Leu 


Gly 


He 


Val 


Lys 


Pro 


Arg 


He 


Val 


Phe 


Cys 


Ser 






115 










120 










12 5 








Lys 


Asn 


Thr 


Phe 


Gin 


Lys 


Val 


Leu 


Asn 


Val 


Lys 


Ser 


Lys 


Leu 


Lys 


Ser 


130 










135 










140 










He 


Glu 


Thr 


He 


He 


He 


Leu 


Asp 


Leu 


Asn 


Asp 


Asp 


Leu 


Gly 


Gly 


Tyr 


145 










150 










155 










160 


Gin 


Cys 


Leu 


Asn 


Asn 


Phe 


He 


Ser 


Gin 


Asn 


Ser 


Asp 


Ser 


Asn 


Leu Asp 








165 










170 










17 5 




Val 


Lys 


Lys 


Phe 


Lys 


Pro 


Tyr 


Ser 


Phe 


Asn 


Arg 


Asp 


Asp 


Gin 


Val 


Ala 




1 RO 










185 










190 







Leu 


He 


Met 


Phe 


Ser 


Ser 


Gly 


Thr 


Thr 


Gly 


Leu 


Pro 


Lys 


Gly 


Val 


Met 






195 










200 










205 








Leu 


Thr 


His 


Lys 


Asn 


He 


Val 


Ala 


Arg 


Phe 


Ser 


He 


Ala 


Lys 


Asp 


Pro 




210 










215 










220 










Thr 


Phe 


Gly 


Asn 


Ala 


He 


Asn 


Pro 


Thr 


Ser 


Ala 


He 


Leu 


Thr 


Val 


He 


22 5 










230 










235 










240 


Pro 


Phe 


His 


His 


Gly 


Phe 


Gly 


Met 


Met 


Thr 


Thr 


Leu 


Gly 


Tyr 


Phe 


Thr 










245 










250 










255 




Cys 


Gly 


Phe 


Arg 


Val 


Val 


Leu 


Met 


His 


Thr 


Phe 


Glu 


Glu 


Lys 


Leu 


Phe 








260 










265 










270 






Leu 


Gin 


Ser 


Leu 


Gin Asp 


Tyr 


Lys 


Val 


Glu 


Ser 


Thr 


Leu 


Leu 


Val 


Pro 






275 










28 0 










28 5 








Thr 


Leu 


Met 


Ala 


Phe 


Leu 


Ala 


Lys 


Ser 


Ala 


Leu 


Val 


Glu 


Lys 


Tyr Asp 




290 










295 










300 










Leu 


Ser 


His 


Leu 


Lys 


Glu 


He 


Ala 


Ser 


Gly 


Gly 


Ala 


Pro 


Leu 


Ser 


Lys 


305 










310 










315 










320 


Glu 


He 


Gly 


Glu 


Met 


Val 


Lys 


Lys 


Arg 


Phe 


Lys 


Leu 


Asn 


Phe 


Val 


Arg 










325 










330 










335 




Gin 


Gly 


Tyr 


Gly 


Leu 


Thr 


Glu 


Thr 


Thr 


Ser 


Ala 


Val 


Leu 


He 


Thr 


Pro 








340 










345 










350 






Lys 


Gly 


Asp 


Ala 


Lys 


Pro 


Gly 


Ser 


Thr 


Gly 


Lys 


He 


Val 


Pro 


Phe 


His 






355 










360 










365 








Ala 


Val 


Lys 


Val 


Val 


Asp 


Pro 


Thr 


Thr 


Gly 


Lys 


He 


Leu 


Gly 


Pro 


Asn 




370 










375 










380 










Glu 


Pro 


Gly 


Glu 


Leu 


Tyr 


Phe 


Lys 


Gly 


Pro 


Met 


He 


Met 


Lys 


Gly 


Tyr 


385 










390 










395 










400 


Tyr 


Asn 


Asn 


Glu 


Glu 


Ala 


Thr 


Lys 


Ala 


He 


He 


Asp 


Asn 


Asp 


Gly 


T rn 










405 










410 










415 




Leu 


Arg 


Ser 


Gly 


Asp 


He 


Ala 


Tyr 


Tyr 


Asp 


Asn 


Asp 


Gly 


His 


Phe 


Tvr 

J. y j_ 








420 










425 










430 






He 


Val 


Asp 


Arg 


Leu 


Lys 


Ser 


Leu 


He 


Lys 


Tyr 


Lys 


Gly 


Tyr 


Gin 


Val 






435 










440 










445 








Ala 


Pro 


Ala 


Glu 


He 


Glu 


Gly 


He 


Leu 


Leu 


Gin 


His 


Pro 


Tyr 


He 


Val 




450 










455 










460 










Asp 


Ala 


Gly 


Val 


Thr 


Gly 


He 


Pro 


Asp 


Glu 


Ala 


Ala 


Gly 


Glu 


Leu 


Pro 


465 










470 










475 










4 n 

4 O u 


Ala 


Ala 


Gly 


Val 


Val 


Val 


Gin 


Thr 


Gly 


Lys 


Tyr 


Leu 


Asn 


Glu 


Gin 


He 










485 










490 










495 




Val 


Gin 


Asp 


Tyr 


Val 


Ala 


Ser 


Gin 


Val 


Ser 


Thr 


Ala 


Lys 


Trp 


Leu 


Arg 








500 










505 










510 






Gly 


Glv 


Val 


He 


Phe 


Leu 


Asp 


Glu 


He 


Pro 


Lys 


Gly 


Ser 


Thr 


Gly 


Lys 






515 










520 










52 5 








He 


Asp 


Arg 


Lys 


Val 


Leu 


Arg 


Gin 


Met 


Leu 


Glu 


Lys 


His 


Thr 


Asn 


Gly 




530 










535 










540 










146- 


■1H2 


amino 


acid sequence 


(SEQ ID N0:4) 








Met 


Ala 


Asp 


Lys 


Asn 


He 


Leu 


Tyr 


Gly 


Pro 


Glu 


Pro 


Phe 


Tyr 


Pro 


Leu 


1 








5 










10 










15 




Glu Asp 


Gly Thr 


Ala 


Gly 


Glu 


Gin 


Met 


Phe 


Asp 


Ala 


Leu 


Ser 


Arg 


Tyr 








20 










25 










30 






Ala 


Ala 


He 


Pro 


Gly 


Cys 


He 


Ala 


Leu 


Thr 


Asn 


Ala 


His 


Thr 


Lys 


Glu 






35 










40 










45 








Asn 


Val 


Leu 


Tyr 


Glu 


Glu 


Phe 


Leu 


Lys 


Leu 


Ser 


Cys 


Arg 


Leu 


Ala 


Glu 




50 










55 










60 










Ser 


Phe 


Lys 


Lys 


Tyr 


Gly 


Leu 


Lys 


Gin Asn Asp 


Thr 


He 


Ala 


Val 


Cys 


65 










70 










75 










80 



Ser Glu Asn Ser Leu Gin Phe Phe Leu Pro Val He Ala Ser Leu Tyr 

85 90 95 

Leu Gly He He Val Ala Pro Val Asn Asp Lys Tyr He Glu Arg Glu 

100 105 110 

Leu He His Ser Leu Gly He Val Lys Pro Arg He Val Phe Cys Ser 

115 120 125 

Lys Asn Thr Phe Gin Lys Val Leu Asn Val Lys Ser Lys Leu Lys Ser 

130 135 140 

He Glu Thr He He He Leu Asp Leu Asn Glu Asp Leu Gly Gly Tyr 
145 150 155 160 

Gin Cys Leu Asn Asn Phe He Ser Gin Asn Ser Asp Ser Asn Leu Asp 

165 170 175 

Val Lys Lys Phe Lys Pro Tyr Ser Phe Asn Arg Asp Asp Gin Val Ala 

180 185 190 

Ser He Met Phe Ser Ser Gly Thr Thr Gly Leu Pro Lys Gly Val Met 

195 200 205 

Leu Thr His Lys Asn He Val Ala Arg Phe Ser He Ala Lys Asp Pro 

210 215 220 

Thr Phe Gly Asn Ala He Asn Pro Thr Ser Ala He Leu Thr Val He 
225 230 235 240 

Pro Phe His His Gly Phe Gly Met Met Thr Thr Leu Gly Tyr Phe Thr 

245 250 255 

Cys Gly Phe Arg Val Val Leu Met His Thr Phe Glu Glu Lys Leu Phe 

260 265 270 

Leu Gin Ser Leu Gin Asp Tyr Lys Val Glu Ser Thr Leu Leu Val Pro 

275 280 285 

Thr Leu Met Ala Phe Leu Ala Lys Ser Ala Leu Val Glu Lys Tyr Asp 

290 295 300 

Leu Ser His Leu Lys Glu He Ala Ser Gly Gly Ala Pro Leu Ser Lys 
305 310 315 320 

Glu He Gly Glu Met Val Lys Lys Arg Phe Lys Leu Asn Phe Val Arg 

325 330 335 

Gin Gly Tyr Gly Leu Thr Glu Thr Thr Ser Ala Val Leu He Thr Pro 

340 345 350 

Lys Gly Asp Ala Lys Pro Gly Ser Thr Gly Lys He Val Pro Leu His 

355 360 365 

Ala Val Lys Val Val Asp Pro Thr Thr Gly Lys He Leu Gly Pro Asn 

370 375 380 

Glu Pro Gly Glu Leu Tyr Phe Lys Gly Pro Met He Met Lys Gly Tyr 
385 390 395 400 

Tyr Asn Asn Glu Glu Ala Thr Lys Ala He He Asp Asn Asp Gly Trp 

405 410 415 

Leu Arg Ser Gly Asp He Ala Tyr Tyr Asp Asn Asp Gly His Phe Tyr 

420 425 430 

He Val Asp Arg Leu Lys Ser Leu He Lys Tyr Lys Gly Tyr Gin Val 

435 440 445 

Ala Pro Ala Glu He Glu Gly He Leu Leu Gin His Pro Tyr He Val 

450 455 460 

Asp Ala Gly Val Thr Gly He Pro Asp Glu Ala Ala Gly Glu Leu Pro 
465 470 475 480 

Ala Ala Gly Val Val Val Gin Thr Gly Lys Tyr Leu Asn Glu Gin He 

485 490 495 

Val Gin Asp Tyr Val Ala Ser Gin Val Ser Thr Ala Lys Trp Leu Arg 

500 505 510 

Gly Gly Val Lys Phe Leu Asp Glu He Pro Lys Gly Ser Thr Gly Lys 

515 520 525 

He Asp Arg Lys Val Leu Arg Gin Met Leu Glu Lys His Thr Asn Gly 
530 535 540 



78-OBlO (SEQ ID N0:5) 

GGATCCAATGGCAGATAAGAATATTTTATATGGGCCCGAACCATTTTATCCCTTGGCTG 
ATGGGACGGCTGGAGAACAGATGTTTGACGCATTATCTCGTTATGCAGATATTTCCGGA 
TGCATAGCATTGACAAATGCTCATACAAAAGAAAATGTTTTATATGAAGAGTTTTTAAA 
ATTGTCGTGTCGTTTAGCGGAAAGTTTTAAAAAGTATGGATTAAAACAAAACGACACAA 
TAGCGGTGTGTAGCGAAAATGGTTTGCAATTTTTCCTTCCTGTAATTGCATCATTGTAT 
CTTGGAATAATTGCAGCACCTGTTAGTGATAAATACATTGAACGTGAATTAATACACAG 
TCTTGGTATTGTAAAACCACGCATAATTTTTTGCTCCAAGAATACTTTTCAAAAAGTAC 
TGAATGTAAAATCTAAATTAAAATCTGTAGAAACTATTATTATATTAGACTTAAATGAA 
GACTTAGGAGGTTATCAATGCCTCAACAACTTTATTTCTCAAAATTCCGATAGTAATCT 
GGACGTAAAAAAATTTAAACCATATTCTTTTAATCGAGACGATCAGGTTGCGTTGGTAA 
TGTTTTCTTCTGGTACAACTGGTGTTCCGAAGGGAGTCATGCTAACTCACAAGAATATT 
GTTGCACGATTTTCTCTTGCAAAAGATCCTACTTTTGGTAACGCAATTAATCCCACGAC 
AGCAATTTTAACGGTAATACCTTTCCACCATGGTTTTGGTATGATGACCACATTAGGAT 
ACTTTACTTGTGGATTCCGAGTTGTTCTAATGCACACGTTTGAAGAAAAACTATTTCTA 
CAATCATTACAAGATTATAAAGTGGAAAGTACTTTACTTGTACCAACATTAATGGCATT 
TCTTGCAAAAAGTGCATTAGTTGAAAAGTACGATTTATCGCACTTAAAAGAAATTGCAT 
CTGGTGGCGCACCTTTATCAAAAGAAATTGGGGAGATGGTGAAAAAACGGTTTAAATTA 
AACTTTGTCAGGCAAGGGTATGGATTAACAGAAACCACTTCGGCTGTTTTAATTACACC 
GAAAGGTGACGCCAGACCGGGATCAACTGGTAAAATAGTACCATTTCACGCTGTTAAAG 
TTGTCGATCCTACAACAGGAAAAATTTTGGGGCCAAATGAACCTGGAGAATTGTATTTT 
AAAGGCGCCATGATAATGAAGGGTTATTATAATAATGAAGAAGCTACTAAAGCAATTAT 
TGATAATGACGGATGGTTGCGCTCTGGTGATATTGCTTATTATGACAATGATGGCCATT 
TTTATATTGTGGACAGGCTGAAGTCATTAATTAAATATAAAGGTTATCAGGTTGCACCT 
GCTGAAATTGAGGGAATACTCTTACAACATCCGTATATTGTTGATGCCGGCGTTACTGG 
TATACCGGATGAAGCCGCGGGCGAGCTTCCAGCTGCAGGTGTTGTAGTACAGACTGGAA 
AATATCTAAACGAACAAATCGTACAAGATTTTGTTTCCAGTCAAGTTTCAACAGCCAAA 
TGGCTACGTGGTGGGGTGAAATTTTTGGATGAAATTCCCAAAGGATCAACTGGAAAAAT 
TGACAGAAAAGTGTTAAGACAAATGTTTGAAAAACACACCAATGGG 

90-1B5 (SEQ ID NO: 6) 

GGATCCAATGGCAGATTVAGAATATTTTATATGGGCCCGAACCATTTTATCCCTTGGAAGA 
TGGGACGGCTGGAGAACAGATGTTTGACGCATTATCTCGTTATGCAGATATTCCGGGCTG 
CATAGCATTGACAAATGCTCATACAAAAGAAAATGTTTTATATGAAGAGTTTCTGAAACT 
GTCGTGTCGTTTAGCGGAAAGTTTTAAAAAGTATGGATTAAAACAAAACGACACAATAGC 
GGTGTGTAGCGAAAATGGTCTGCAATTTTTCCTTCCTGTAATTGCATCATTGTATCTTGG 
AATAATTGTGGCACCTGTTAACGATAAATACATTGAACGTGAATTAATACACAGTCTTGG 
TATTGTAAAACCACGCATAGTTTTTTGCTCCAAGAATACTTTTCAAAAAGTACTGAATGT 
AAAAT CTAAATTAAAAT CTAT TGAAACTATTAT TATATT AGACTT AAAT GAAGACTTAGG 
AGGTTATCAATGCCTCAACAACTTTATTTCTCAAAATTCCGATAGTAATCTGGACGTAAA 
AAAATTTAAACCATATTCTTTTAATCGAGACGATCAGGTTGCGTTGATTATGTTTTCTTC 
TGGTACAACTGGTCTGCCGAAGGGAGTCATGCTTiACTCACAAGAATATTGTTGCACGATT 
TTCTCTTGCAAAAGATCCTACTTTTGGTAACGCT^ATTAATCCCACGACAGCAATTTTAAC 
GGTAATACCTTTCCACCATGGTTTTGGTATGATGACCACATTAGGATACTTTACTTGTGG 
ATTCCGAGTTGTTCTAATGCACACGTTTGAAGAAAAACTATTTCTACAATCATTACAAGA 
TTATAAAGTGGAAAGTACTTTACTTGTACCAACATTAATGGCATTTCTTGCAAAAAGTGC 
ATTAGTTGAAAAGTACGATTTATCGCACTTAAAAGAAATTGCATCTGGTGGCGCACCTTT 
ATCT^AAAGAAATTGGGGAGATGGTGAAAAAACGGTTTAAATTAAACTTTGTCAGGCAAGG 
GTATGGATTAACAGAAACCACTTCGGCTGTTTTAATTACACCGAAAGGTGACGCCAAACC 
GGGATCT^CTGGTAAAATAGTACCATTTCACGCTGTTAAAGTTGTCGATCCTACAACAGG 
AAAAATTTTGGGGCCAAATGAACCTGGAGAATTGTATTTTAAAGGCCCGATGATAATGAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 



GGGTTATTATAATAATGAAGAAGCTACTAAAGCAATTATTGATAATGACGGATGGTTGCG 1260 

CTCTGGTGATATTGCTTATTATGACAATGATGGCCATTTTTATATTGTGGACAGGCTGAA 132 0 

GTCACTGATTAAATATAAAGGTTATCAGGTTGCACCTGCTGAAATTGAGGGAATACTCTT 13 80 

ACAACATCCGTATATTGTTGATGCCGGCGTTACTGGTATACCGGATGAAGCCGCGGGCGA 144 0 

5 GCTTCCAGCTGCAGGTGTTGTAGTACAGACTGGAAAATATCTAAACGAACAAATCGTACA 150 0 

AGATTATGTTGCCAGTCAAGTTTCAACAGCCA7VATGGCTACGTGGTGGGGTGAAATTTTT 1560 

GGATGAAATTCCCAAAGGATCAACTGGAAAAATTGACAGAAAAGTGTTAAGACAAATGTT 1620 

T GAAAAACAC AC C AATGGG 163 9 

10 133-1B2 (SEQ ID N0:7) 

AGATCCAATGGCAGATAAGAATATTTTATATGGGCCCGAACCATTTTATCCCTTGGAAG 
ATGGGACGGCTGGAGAACAGATGTTTGACGCATTATCTCGTTATGCAGATATTCCGGGC 
TGCATAGCATTGACAAATGCTCATACAAAAGAAAATGTTTTATATGAAGAGTTTCTGAA 
ACTGTCGTGTCGTTTAGCGGAAAGTTTTAAAAAGTATGGATTAAAACAAAACGACACAA 

15 TAGCGGTGTGTAGCGAAAATAGTCTGCAATTTTTCCTTCCTGTAATTGCATCATTGTAT 
CTTGGAATAATTGTGGCACCTGTTAACGATAAATACATTGAACGTGAATTAATACACAG 
TCTTGGTATTGTAAAACCACGCATAGTTTTTTGCTCCAAGAATACTTTTCAAAAAGTAC 
TGAATGTAAAATCTAAATTAAAATCTATTGAAACTATTATTATATTAGACTTAAATGAT 
GACTTAGGAGGTTATCAATGCCTCAACAACTTTATTTCTCAAAATTCCGATAGTAATCT 

20 GGACGTAZiJ^jyyVATTTAAACCATATTCTTTTAATCGAGACGATCAGGTTGCGTTGATTA 
TGTTTTCTTCTGGTACAACTGGTCTGCCGAAGGGAGTCATGCTAACTCACAAGAATATT 
GTTGCACGATTTTCTATTGCAAAAGATCCTACTTTTGGTAACGCAATTAATCCCACGTC 
AGCAATTTTAACGGTAATACCTTTCCACCATGGTTTTGGTATGATGACCACATTAGGAT 
ACTTTACTTGTGGATTCCGAGTTGTTCTAATGCACACGTTTGAAGAAAAACTATTTCTA 

25 CAATCATTACAAGATTATAAAGTGGAAAGTACTTTACTTGTACCAACATTAATGGCATT 
T CT T GCAAAAAGT G CAT T AGTT GAAAAGT ACGAT T T AT C GO ACT T AAAAGAAAT T GCAT 
CTGGTGGCGCACCTTTATCAAAAGAAATTGGGGAGATGGTGAAAAAACGGTTTAAATTA 
AACTTTGTCAGGCAAGGGTATGGATTAACAGAAACCACTTCGGCTGTTTTAATTACACC 
GAAAGGTGACGCCAAACCGGGATCAACTGGTAAAATAGTACCATTTCACGCTGTTAAAG 

30 TTGTCGATCCTACAACAGGAAAAATTTTGGGGCC7VAATG7VACCTGGAGAATTGTATTTT 
AAAGGCCCGATGATAATGAAGGGTTATTATAATAATGAAGAAGCTACTAAAGCAATTAT 
TGATAATGACGGATGGTTGCGCTCTGGTGATATTGCTTATTATGACAATGATGGCCATT 
TTTATATTGTGGACAGGCTGAAGTCACTGATTAAATATAAAGGTTATCAGGTTGCACCT 
GCTGAAATTGAGGGAATACTCTTACAACATCCGTATATTGTTGATGCCGGCGTTACTGG 

35 TATACCGGATGAAGCCGCGGGCGAGCTTCCAGCTGCAGGTGTTGTAGTACAGACTGGAA 
AATATCTAAACGAACAAATCGTACAAGATTATGTTGCCAGTCAAGTTTCAACAGCCAAA 
TGGCTACGTGGTGGGGTGATATTTTTGGATGAAATTCCCAAAGGATCAACTGGAAAAAT 
TGACAGAAAAGTGTTAAGACAAATGTTAGAAAAACACACCAATGGG 

40 146-1H2 (SEQ ID NO: 8) 

GGATCCAATGGCAGATAAGAATATTTTATATGGGCCCGAACCATTTTATCCCTTGGAAG 
ATGGGACGGCTGGAGAACAGATGTTTGACGCATTATCTCGTTATGCAGCTATTCCGGGC 
TGCATAGCATTGACAAATGCTCATACAAAAGAAAATGTTTTATATGAAGAGTTTCTGAA 
ACTGTCGTGTCGTTTAGCGGAAAGTTTTAAAAAGTATGGATTAAAACAAAACGACACAA 

45 TAGCGGTGTGTAGCGAAAATAGTCTGCAATTTTTCCTTCCTGTAATTGCATCATTGTAT 
CTTGGAATAATTGTGGCACCTGTTAACGATAAATACATTGAACGTGAATTAATACACAG 
TCTTGGTATTGTAAAACCACGCATAGTTTTTTGCTCCAAGAATACTTTTCAAAAAGTAC 
TGAATGTAAAATCTAAATTAAAATCTATTGAAACTATTATTATATTAGACTTAAATGAA 
GACTTAGGAGGTTATCAATGCCTCAACAACTTTATTTCTCAAAATTCCGATAGTAATCT 

50 GGACGTAAAAAAATTTAAACCCTATTCTTTTAATCGAGACGATCAGGTTGCGTCGATTA 



TGTTTTCTTCTGGTACAACTGGTCTGCCGAAGGGAGTCATGCTAACTCACAAGAATATT 
GTTGCACGATTTTCTATTGCAAAAGATCCTACTTTTGGTAACGCAATTAATCCCACGTC 
AGCAATTTTAACGGTAATACCTTTCCACCATGGTTTTGGTATGATGACCACATTAGGAT 
ACTTTACTTGTGGATTCCGAGTTgTTCTAATGCACACGTTTGAAGAAAAACTATTTCTA 
CAATCATTACAAGATTATAAAGTGGAAAGTACTTTACTTGTACCAACATTAATGGCATT 
TCTTGCAAAAAGTGCATTAGTTGAAZU^GTACGATTTATCGCACTTAAAAGAAATTGCAT 
CTGGTGGCGCACCTTTATCAAAAGAAATTGGGGAGATGGTGAAAAAACGGTTTAAATTA 
AACTTTGTCAGGCAAGGGTATGGATTAACAGAAACCACTTCGGCTGTTTTAATTACACC 
GAAAGGTGACGCCAAACCGGGATCAACTGGTAAAATAGTACCATTACACGCTGTTAAAG 
TTGTCGATCCTACAACAGGAAAAATTTTGGGGCCAAATGAACCTGGAGAATTGTATTTT 
AAAGGCCCGATGATAATGAAGGGTTATTATAATAATGAAGAAGCTACTAAAGCAATTAT 
TGATAATGACGGATGGTTGCGCTCTGGTGATATTGCTTATTATGACAATGATGGCCATT 
TTTATATTGTGGACAGGCTGAAGTCACTGATTAAATATAAAGGTTATCAGGTTGCACCT 
GCTGAAATTGAGGGAATACTCTTACAACATCCGTATATTGTTGATGCCGGCGTTACTGG 
TATACCGGATGAAGCCGCGGGCGAGCTTCCAGCTGCAGGTGTTGTAGTACAGACTGGAA 
AATATCTAAACGAACAAATCGTACAAGATTATGTTGCCAGTCAAGTTTCAACAGCCAAA 
TGGCTACGTGGTGGGGTGAAATTTTTGGATGAAATTCCCAAAGGATCAACTGGA7VAAAT 
TGACAGAAAAGTGTTAAGACAAATGTTAGAAAAACACACCAATGGG 



